Burkholderia pseudomallei is the etiological agent of melioidosis, which has been studied by transcriptome and secretome analyses. However, little is known about the methylome of this pathogen. Here, we present the complete genome and methylome of melioidosis-causing B. pseudomallei strain 982.
giving an average sequencing coverage of 116.91ϫ. This bacterium consisted of two circular chromosomes of 4,028,032 bp (67.87% GϩC content) and 3,156,645 bp (68.56% GϩC content). It contained 6,199 genes, 6,035 of which are protein-coding genes and 61 of which are tRNA genes, with 4 rRNA operons (5S, 16S, and 23S) and 1 noncoding RNA. PHASTER indicated that chromosome 1 harbored one intact prophage region, while chromosome 2 possessed two incomplete prophage regions.
Four methylation motifs were detected, namely, GTC m6 ANNNNNNTGG, GTWW m6 AC, CAG m6 ATG, and CAC m6 AG (Table 1) . By performing a comprehensive search in REBASE, the DNA methylase (MTase) which is responsible for the motif GTWWAC was found to be conserved across the Burkholderiaceae family (14, 15) .
Data availability. The whole-genome sequence of B. pseudomallei strain 982 has been deposited at DDBJ/EMBL/GenBank under the accession numbers CP012576 and CP012577 for chromosomes 1 and 2, respectively. The version described in this paper is available under NCBI BioProject number PRJNA293915 and NCBI BioSample number SAMN04011951. The raw reads of sequenced genomic DNA of this bacterium and the output of base modification and motif analysis were deposited in the SRA under accession numbers SRX6717522 and SRZ189982, respectively. The description of genes related to the restriction modification (RM) system of this strain is available in REBASE under the organism number 16827 (http://rebase.neb.com/cgi-bin/onumget?16827).
